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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/880 , 821A 



DATE: 05/07/2003 
TIME: 12:18:06 
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Input Set : A:\EP.txt 

Output Set: N:\CRr4\05072003\l88082lA.raw 

APPLICANT: EAGLES, Peter Anthony Minter 

ZHENG , Richard Qihao 

BTG INTERNATIONAL LIMITED 

TITLE OF INVENTION: RIBOZYMAL NUCLEIC ACID 
FILE REFERENCE: PF 137 765 WO/RKP 
CURRENT APPLICATION NUMBER: US/09/880 , 821A 
CURRENT FILING DATE: 2001-06-15 

PRIOR APPLICATION NUMBER: GB 9800870.9 
PRIOR FILING DATE: 1998-01-15 
PRIOR APPLICATION NUMBER: GB 9824794.3 
PRIOR FILING DATE: 1998-12-23 
NUMBER OF SEQ ID NOS : 15 
SOFTWARE : Patentln Ver . 2 
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ERRORED SEQUENCES 



^Ooob Not Comply 
Correct^ Dinette Needec 



323 
325 
327 
329 
333 
W--> 335 
W--> 335 
E--> 336 
E--> 338 
341 
343 
345 
347 
351 
W--> 353 
W--> 353 
E--> 354 
356 



ID NO: 14 , 



Artificial Sequence j ^ ' Q — 



<210> SEQ ID NO: 
<211> LENGTH: 
<212> TYPE 
<213> ORGANISM ? 
<2^j0f< FEATURE : 
(&22£r OTHER INFORMATION: 
<400>14 

gggcgaaagc c cuagauugc ugaugagcgc gaaagcgcga aacuuguccu 
agagcugaug^aa"ccgaaa^^gucgaaacaa gug 

<210> SEQ ID NO: lS^^ 1 -^. J) G^W^f- Of ^ (<fhJ^ ^J^X^ \ 



cuacgaaagu 



LENGTH: 100 
TYPE: DNA 




Aj?irTfTcial Sequence 



OTHER INFORMATION: 
<400>15 

gggccgaaag gccccucacu cugaugagcg cgaaagcgcg aaacguuguc cucugagaaa 

ucagagcuga ugagguccga aaggaccgaa acaacguuuc 



100 



2-3 
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<210> 1 
<211> 13 
<212> RNA 



Jbr^ 



>(CD4- 




<213>(CD4-positive T cell, CCR5 receptor 



<400> 1 



^) /2M /0oy\ <£w^' 






The 
sec^ 



^r-^"^, rrict throw gftov.-r 



<210> 13 
<211> 48 
<212> DNA 



A2 1 3 > 1 Artificial Sequence 



<220> 



<400>13 

gggcgaaagc cucagauugc ugaugagcgc gaaagcggca aacuuguc 



48 




RAW SEQUENCE LISTING ERROR SUMMARY DATE: 05/07/2003 

PATENT APPLICATION: US/0 9/8 80 , 82 1A TIME: 12:18:07 

Input Set : A:\EP.txt 

Output Set: N:\CRF4\05072003\l880821A.raw 

I nvalid Line Length: 

The rules require that a line not exceed 72 characters in length. This includes spaces, 

Seq#:l; Line(s) 3 , 5 , 7 , 9 , 11 , 13 , 15 , 17 , 19 , 21 , 23 , 2 5 , 27 , 29 , 3 1 , 33 , 3 5 , 37 , 39 , 41 , 4 3 
Seq#:l; Line(s) 45,47,49,51,53,55,57,59,61,63 
Seq#:2; Line(s) 65,67,69,71,73,75,77,79 
Seq#:3; Line(s) 81,83,85,87,89,91,93,95 
Seq#:4; Line{s) 97,99,101,103,105,107,109,111 

Seqfr :5; Line(s) 113 , 115 , 117 , 119 , 121 , 12 3 , 12 5 , 127 , 12 9 , 131 , 133 , 135 , 137 , 139 , 141 
Seq#:6; Line{s) 143,145,147,149,151,153,155,157,159 
Seq#:7; Line(s) 161,163,165,167,169,171,17 3,175,177 

Seq#:8; Line{s) 17 9,181,183,185,187,189,191,193,195,197,199,201,203,205,207 
Seq#:9; Line(s) 209,211,213,215,217,219,221,223,225,227,229,231 
Seq# :10; Line(s) 233, 235, 237, 239, 241, 243, 245, 247, 249, 2 51, 253, 255 
Seq# :11; Line{s) 2 57, 259, 261, 263, 265, 267, 269, 271, 273, 275, 277, 279, 281 
Seq# :12; Line(s) 283, 285, 287, 2 89, 291, 293, 295, 297, 299, 301, 303, 305, 307, 308 
Seq#:13; Line(s) 310,312,314,316,318,321,323 
Seq#:14; Line(s) 325,327,329,331,333,338,341 
Seq#:15; Line(s) 343,345,347,349,351 

Use of <220> Feature (NEW RULES): 

Sequence(s) are missing the <220> Feature and associated headings. 

Use of <220> to <223> is MANDATORY if <213> ORGANISM is "Artificial Sequence" 
or"Unknown" . Please explain source of genetic material in <220> to <223> 
section (See "Federal Register," 6/01/98, Vol. 63, No. 104 , pp . 29631- 32 ) 
(Sec. 1.823 of new Rules) 



Seq# :13, 14, 15 
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VERIFICATION SUMMARY 

PATENT APPLICATION: US/09/8 80 , 821A 



DATE: 05/07/2003 
TIME: 12:18:07 



Input Set : A:\EP.txt 

Output Set: N:\CRF4\05072003\I880821A.raw 



L:21 M:270 C: Current Application Number differs, Replaced Application Number 
L:23 M:271 C: Current Filing Date differs, Replaced Current Filing Date 
L:320 M:258 W: Mandatory Feature missing, <223> Tag not found for SEQ#:13, <213> 
ORGANISM : Artif icial Sequence 

L:320 M:258 W: Mandatory Feature missing, <223> Blank for SEQ# : 13 , Line# : 320 
L:335 M:258 W: Mandatory Feature missing, <223> Tag not found for SEQ#:14, <213> 
ORGANISM : Artif icial Sequence 

L:335 M:258 W: Mandatory Feature missing, <223> Blank for SEQ# : 14 , Line# : 335 
L:336 M:254 E: No. of Bases conflict, LENGTH : Input : 0 Counted:60 SEQ:14 
M:254 Repeated in SeqNo=14 

L:338 M:252 E: No. of Seq. differs, <211> LENGTH : Input : 93 Found:92 SEQ:14 

L:353 M:258 W: Mandatory Feature missing, <223> Tag not found for SEQ#:15, <213> 

ORGANISM : Artif icial Sequence 

L:353 M:258 W: Mandatory Feature missing, <223> Blank for SEQ# : 15 , Line# : 353 
L:354 M:254 E: No. of Bases conflict, LENGTH : Input : 0 Counted: 60 SEQ: 15 
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App^tf on No. : O^/jsQ , 3£ / 
TIONS CONTAINING 



NOTICE TO COMPLY WITH REQUIREMENTS FOR PATENT APt^CATIONS 
NUCLEOTIDE SEQUENCE AND/OR AMINO ACID SEQUENCE DISCLOSURES 

The nucleotide and/or amino acid sequence disclosure contained in this application does not 
comply with the requirements for such a disclosure as set forth in 37 C.F.R. 1 .821 - 1 .825 for the 
following reason(s): 

K1 . This application clearly fails to comply with the requirements of 37 C.F.R. 1 .821 -1 ,825. Applicant's 
attention is directed to these regulations, published at 1114 OG 29, May 15, 1990 and at 55 FR 
18230, May 1,1990. 

□ 2. This application does not contain, as a separate part of the disclosure on paper copy, a "Sequence 
Listing" as required by 37 C.F.R. 1 .821 (c). 

0 3. A copy of the 'Sequence Listing" in computer readable form has not been submitted as required by 
37 C.F.R. 1.821(e). 

|7f 4. A copy of the "Sequence Listing" in computer readable form has been submitted. However, the 
)0\ content of the computer readable form does not comply with the requirements of 37 C.F.R. 1 .822 
and/or 1 .823, as Indicated on the attached copy of the marked -up "Raw Sequence Listing/ 

□ 5. The computer readable form that has been filed with this application has been found to be damaged 
and/or unreadable as indicated on the attached CRF Diskette Problem Report A Substitute 
computer readable form must be submitted as required by 37 C.F.R. 1.825(d). 

□ 6. The paper copy of the "Sequence listing" is not the same as the computer readable from of the 
•Sequence Listing" as required by 37 C.F.R. 1 .821 (e). 

[-| 7. Other: ^_ _ 

Applicant Must Provide: 

An initial or substitute computer readable form (CRF) copy of the "Sequence Listing". 



An initial or substitute paper copy of the "Sequence Listing", as well as an amendment directing its entry 
into the specification. 



rjf A statement that the content of the paper and computer readable copies are the same and, where 
/Z\ applicable, include no new matter, as required by 37 C.F.R. 1 .821 (e) or 1 .821 (0 or 1 .821 (jg) or 
1.825(b) or 1.825(d). 

For questions regarding compliance to these requirements, please contact: 

For Rules Interpretation, call (703) 308-4216 

For CRF Submission Help, call (703) 308^1212 

Patentln Software Program Support (SIRA) 

Technical Assistance 703-287-0200 

To Purchase Patentin Software 703-306-2600 



PLEASE RETURN A COPY OF THIS NOTICE WITH YOUR RESPONSE 



Raw Sequence Listing Error Summary 



ERRO* DETECTED SUGGESTED CORRECTION SERIAL NUMBER: 

ATTN JnEW RULES CASES: PLEASE DISREGARD ENGLISH "ALPHA" HEADERS, WHICH WERE INSERTED BY PTO SOFTWARE 



i 



io 1 



it 



12 



Misaligned Amino 
Numbering 

Non- ASCII 



_Varisble Length 



Wrapped Nucleici The number/text at the end or each line "wrapped** down to the next line. This may occur if your file 
Wrapped Aminos was retrieved in a word processor after creating it Please adjust your right margin to .3; this will 
prevent "wrapping. " 

Invalid Line Length The rules require that a line not eiceed 72 characters in length. This includes white spaces. 

The numbering under each 5* amino acid is misaligned. Do not use tab codes between numbers; 
use space characters, instead. 

The submitted file was not saved in ASCn(DOS) text, as required by the Sequence Rules. Please 
ensure your subsequent submission Is saved In ASCII text. 

Sequences) contain n's or Xaa's representing more than one residue. Per Sequence Rules, 

each n or Xaa can only represent a single residue. Please present the maximum number of each 
residue having variable length and indicate in the <220>-<223> seeticavthat some may be missing. 

A "bug" in Patentln version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequencers) . Normally, Patentln would automatically generate this section from the 

previously coded nucleic add sequence. Please manually copy the relevant <220>-<223> section to 
the subsequent amino acid sequence. This applies to the mandatory <220>-<223> sections for 
Artificial or Unknown sequences.' 

Sequence(s) missing. If intentional, please insert the following lines for each skipped sequence: 

(2) INFORMATION FOR SEQ ID NO:X: (insert SEQ ID NO where "X" is shown) 
(i) SEQUENCE CHARACTERISTICS: (Do not insert any subheadings under this heading) 

(xi) SEQUENCE DESCRIPTIONS EQ ID NO:X: (insert SEQ ID NO where "X" is shown) 
This sequence is intentionally skipped 

Please slso adjust the "(ii) NUMBER OF SEQUENCES:" response to Include the skipped sequences. 



Patentln 2.0 
"bug" 



_SkJpped Sequences 
(OLD RULES) 



_Skipped Sequences 
(NEW RULES) 



_Usc of n's or Xaa*s 
(NEW RULES) 



Sequencers) _ 



missing. If Intentional, please insert the following lines for each skipped sequence. 



_lnvalid<213> 
Response 



Useof<220> 



_PatenlIn 2.0 
"bug" 



<210> sequence id number 
<400> sequence id number 

000 

Use of n's and/or Xaa't have been detected in the Sequence Listing. 

Per 1.823 of Sequence Rules, use of <220>-<223> is MANDATORY if n's or Xaa's are present 

In <220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represent*. 

Per 1.823 of Sequence Relies, the only vaBd <213> responses are: Unknown, Artificial Sequence, or 
scientific name (Genus/species). <220>-<223> section is required when <213> response is Unknown or 
is Artificial Sequence 

Sequence(s) missing the <220> "Feature" and associated numeric identifiers and responses. 

Use of <220> to <223> is MANDATORY if <213> "Organism" response is -Artificial Sequence" or 

"Unknown." Please explain source of genetic material in <220> to <223> section. 

(See "Federal Register," 06701/1998, VoL 63, No. 104, pp. 29631-32) (Sec, 1.823 of Sequenoe Rules) 

Please do not use "Copy to Disk" function of Patentln version 2.0. This causes a corrupted file, 
resulting in missing mandatory numeric identifier! and responses (as indicated on raw sequence 
listing). Instead, please use "File Manager" or any other manual means to copy file to floppy disk. 



13 Misuse of n n can only be used to represent a single nucleotide in a nucleic acid sequenoe. N is not used to represent 

any value not specifically a nucleotide. 

AMC/MH - Biotechnology Systems Branch -08/21/2001 
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